Supplementary Figure S1. Multiple sequence alignment of human DExD box helicases
Amino acid sequences of 38 human DExD box helicases (Supplementary Table S1) were obtained from Uniprot database. Multiple sequence alignment (MSA) was generated using MAFFT (1) from EMBL-EBI server. In the MSA provided, DDX49 was set as the reference sequence and all insertions are masked. The positions of insertions are shown by vertical dotted red lines. Conserved residue columns with sequence identity > 40% are highlighted in blue color, with darker color indicating higher conservation. The grey numbers indicate the start and end of the specific DExD box helicase for a given section of MSA. The number followed by amino acid at the top of the alignment corresponds to the residue position in the reference, DDX49.
Sequence motifs, predicted based on conservation profiles, are provided at the bottom of the MSA with a brown line.
Supplementary Figure S2. Chromatin preparation from HEK293 cells
The sheared chromatin was run on 1% agarose gel and stained with ethidium bromide.
The gel shows the presence of mononucleosomes, dinucleosomes, trinucleosomes and higher molecular weight chromatin. 
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